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We report the main characteristics of Parabacteroides timonensis sp. nov. strain Marseille-P3236T
(CSURP3236) that was isolated from a stool sample of a healthy 39 year-old pygmy male.
 2016 Elsevier Ltd. This is an open access article under the CC BY-NC-ND license (http://creativecommons.
org/licenses/by-nc-nd/4.0/).An approval from the ethic committee of the Institut Federatif
de Recherche IFR48 carrying the number 09-022 was obtained
prior to launching the project. This study was part of a project aim-
ing at describing the human microbiome by culturomics [1]. Stool
samples collected in Congo, were stored at +4 C until they were
individually diluted with phosphate buffer saline and incubated
in a blood culture bottle supplemented with 5 mL of rumen and
sheep blood. Each culture bottle was incubated for 30 days at
37 C under anaerobic conditions. After 5 days of incubation, a bac-
terial strain, Strain-Marseille P3236, was grown and subcultured
on 5% blood-enriched Columbia agar (bioMérieux, Marcy l’Etoile,
France). Colonies cultivated on agar were smooth, with a mean
diameter of 0.9–1 mm. Bacterial cells were Gram- and oxidase-
negative, catalase-positive, rod-shaped with a diameter of 1.4–
2.7 lm. Strain-Marseille P3236 was not accurately identified by
matrix-assisted laser desorption/ionization time-of-flight mass
spectrometry (MALDI-TOF MS) using a Microflex spectrometer
(Bruker Daltonics, Leipzig, Germany) (score < 1.7) [2]. The 16S
rRNA gene sequencing was performed using fD1-rP2 primers as
previously described, and a 3130-XL sequencer [3]. Strain-
Marseille P3236 exhibited a 97.03% sequence identity with
Parabacteroides gordonii strain MS-1 (AB470343), the phylogeneti-
cally closest species with standing in nomenclature (Fig. 1). Thus,
Strain-Marseille P3236 can be classified as a member of the genus
Parabacteroides within the phylum Bacteroidetes [4].Exhibiting a 16S rRNA sequence divergence greater than 1.3%
with P. gordonii [5], we propose that strain Marseille-P3236 be
the representative strain of a new species for which we propose
the name Parabacteroides timonensis sp. nov. (ti.mo.nen0sis. N.L.
masc. adj. timonensis pertaining to Timone, the name of the main
university hospital in Marseille, France, where strain Marseille-
P3236T was isolated). Strain Marseille-P3236T is the type strain
of the new species P. timonensis sp. nov.
MALDI-TOF MS spectrum. The MALDI-TOF MS spectrum of L.
massiliensis is available online (http://www.mediterranee-infec-
tion.com/article.php?laref=256&titre=urms-database).
Nucleotide sequence accession number. The 16S rRNA gene
sequence was deposited in Genbank under accession number
LT598573.
Deposit in a culture collection. Strain Marseille-P3236T was
deposited in the Collection de Souches de l’Unité des Rickettsies
(CSUR, WDCM 875) under number P3236.Conflict of interest
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Fig. 1. Phylogenetic position of Parabacteroides timonensis sp. nov. strain Marseille-P3136T among phylogenetically-close neighbors. Sequences were aligned using
CLUSTALW, and phylogenetic inferences obtained using the Mega software and the maximum-likelihood method. Numbers at the nodes are bootstrap values (P90%)
obtained after repeating 500 times the analysis. The scale bar indicates a 0.5% nucleotide sequence divergence.
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